Figure S2
Flowering time under SD13-LD (shifted to LD after 13 d of SD treatment) conditions. (a) Flowering phenotype of WT (wild type) plants, ft2a mutants and ft5a mutants under SD13-LD conditions. Red box, magnified view. (b) The comparison of flowering time among WT plants, ft2a mutants and ft5a mutants under SD13-LD, SD (12 h light/12 h dark) and LD (16 h light/8 h dark) conditions. DAE, days after emergence. The flowering time values are shown as the mean ± one standard deviation.
Figure S3
Flowering time of WT (wild type) plants, ft2a mutants and ft5a mutants under SD, 14H, 15H and LD conditions. SD, 12 h light/12 h dark. 14H, 14 h light/10 h dark. 15H, 15 h light/9 h dark. LD, 16 h light/8 h dark. DAE, days after emergence. The flowering time values are shown as the mean ± one standard deviation.
Figure S4
Expression analyses of GmFT2a and flowering-related genes in shoot apices of three transgenic GmFT2a overexpression lines #2, #4, #7. (a) Expression analyses under SD (12 h light/12 h dark) conditions. (b) Expression analyses under LD (16 h light/8 h dark) conditions. WT, wild type. Relative transcript levels of these genes were normalized to GmActin. Average and SE (standard error) values for three replications are shown in these histograms. **, P < 0.01.
Figure S5
Expression analyses of GmFT5a and flowering-related genes in shoot apices of three transgenic GmFT5a overexpression lines #1, #3, #4. (a) Expression analyses under SD (12 h light/12 h dark) conditions. (b) Expression analyses under LD (16 h light/8 h dark) conditions. WT, wild type. Relative transcript levels of these genes were normalized to GmActin. Average and SE (standard error) values for three replications are shown in these histograms. **, P < 0.01. 
Figure S8
Geographic distribution of soybean accessions with major haplotypes of GmFT2a and GmFT5a. The map is of China. Each dot represents a variety with the corresponding haplotype for GmFT2a or GmFT5a.
Figure S9
Homozygous targeted mutagenesis of GmFT5a induced by CRISPR/Cas9. (a) Gene structures of GmFT5a with target sites of CRISPR/Cas9. Green stripe, exon. Black line, intron. Grey stripe, UTR (untranslated regions). The underlined nucleotides indicate the target sites (named GmFT5a-SP1 and GmFT5a-SP2). PAM, protospacer adjacent motif. (b) Sequences of WT (wild type) and representative mutation types induced at GmFT5a-SP1 and GmFT5a-SP2 are presented, respectively. Underline, insertions. Dashes, deletions. (c) and (d) are sequence peaks of WT and representative mutation types at GmFT5a-SP1 and GmFT5a-SP2, respectively. The red arrowheads indicate the location of mutations. 
